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1 Figure S1 . Full-length gel and ponceau staining of western blots. (A) PfATG8 expression during the 1 asexual blood stages, ring, trophozoite, and schizont. (B) 3D7 parasite subcellular fractions were 2 immunoblotted for PfATG8 and show PfATG8 predominately in the membrane fraction. (C) The ACP-3 transit -GFP cell line expresses GFP in the cytosol and was used to validate subcellular fractions. The anti-4 GFP and anti-histone H3 antibodies were used to validate GFP in the cytosolic fraction and H3 in the 5 nuclear fraction. (D) The GFP-PfATG8-transfected cell line was lysed and immunoblotted for PfATG8 and 6 GFP. (E) The GFP-PfATG8 transfected cell line cytosolic, nuclear, and membrane fractions were 7 immunoblotted for PfATG8. (F) PfATG8 expression on 3D7 synchronized parasite cultures with 3 h 8 bafilomycin A 1 treatment, and 6 h treatment with chloroquine and artemisinin. 9 Figure S2 . Immunolabeling of synchronized 3D7 parasites with anti-PfATG8. At the ring and trophozoite 10 stage small vesicles can be observed. During the schizont stage a large branched structure forms, but 11 vesicles remain present in the cytosol. DAPI is used as a DNA marker in blue. Scale bar, 2.5 m. 12 Visualization of the network structure of significantly enriched GO terms. In total, 19 GO terms were 31 enriched with a P-value < 0.01. These terms are shown in the diagram as rectangles. All interconnecting 32 GO terms are shown in ovals. GO terms with lower p-values are labeled in red, while GO terms with 33
higher P-values are labeled increasingly more yellow. 34 Table S1 . P. falciparum ATG genes identified by in silico comparative genomic studies. 35 Table S2 . IC 50 values of bafilomycin A 1 on various P. falciparum strains. 36 Table S3 . Proteins identified by MudPIT analyses of GFP-PfATG8 immunoprecipitations. In each analysis, 37 the following parameters are specified for each protein: peptide counts (column headers end with _P); 38 total spectral counts (_S); spectral counts for peptides shared between protein isoforms (_sS); peptide 39 counts for peptides uniquely matching the protein (_uDP); spectral counts for peptides uniquely 40 matching the protein (_uS); spectral counts distributed according to the spectral count contribution of 41 peptides unique to each isoform (_dS); sequence coverage as a percentage (_SC); distributed normalized 42 spectral abundance factors (_dNSAF), calculated based on distributed spectral counts and protein 43 length. The number of times a protein is detected across replicates is listed in the "Detected # Out of" 44 columns. 45 
